Background: Tuberculosis is an important mycobacterial infection. This problem is still the present public health problem in several countries around the world. The genetic underlying factor is usually mentioned for the effect on the natural history of tuberculosis infection. Methods: Here, the authors perform a standard assessment on the molecular change due to TLR2 gene Arg753Gln and Arg677Trp polymorphisms and further study on the effect on the corresponding phenotypic expression changes. Results: The molecular weight changes comparing to naïve molecule in cases of Arg753Gln and Arg677Trp polymorphisms are equal to -16.1% and +17.2%, respectively. Conclusion: According to the molecular structure analysis, Arg753Gln has a relationship with active tuberculosis whereas Arg677Trp polymorphism is not. 
IntroductIon
The effect of genetic underlying factor on the natural history of medical disorder is interesting. For tuberculosis, an important mycobacterial infection, the effect of genetic background is well mentioned in clinical literature. [1, 2] The role of human genetic variability in tuberculosis might be observable in several ways such as disease susceptibility, disease progression, and response to pharmacological treatment. [1] [2] [3] Of several genetic polymorphisms, toll-like receptor 2 (TLR2 gene) polymorphism is an important genetic polymorphism that is mentioned for its interrelationship with a natural history of tuberculosis. [1, 2] TLR2 gene is an important gene with specific function for pattern recognition which is necessary for recognizing and defense-invading microorganisms. The important genetic polymorphisms which are documented for the clinical relationships with tuberculosis are Arg753Gln and Arg677Trp polymorphisms. Here, the authors perform a standard assessment on the molecular change due to TLR2 gene Arg753Gln and Arg677Trp polymorphisms and further study on the effect on the corresponding phenotypic expression changes.
Methods
This study is aimed at assessment of the molecular structure change in the genetic polymorphism, namely TLR2 gene Arg753Gln and Arg677Trp polymorphisms. The genetic effect on the natural history of tuberculosis is mentioned in the literature. For assessment, the authors performed the standard quantum molecular analysis according to the previous publications in other medical problems [4] [5] [6] [7] to assess the molecular weight change in the naïve and polymorphisms. The comparison of the derived molecular weight at the focused mutation positions, 753 and 667, was done. Further simulation on the phenotypic expression of both naïve and mutated cases was done and compared. This is a bioinformatics modelling study and According to the simulation, per same one TLR2 molecule, the required number of molecule for completeness of phenotypic expression for Arg753Gln and Arg677Trp polymorphisms, giving primary assumption that the requirement for naïve case is 1, will be predicted as 0.839 and 1.172 molecules, respectively.
dIscussIon
Effect of the genetic polymorphism on the manifestation of tuberculosis infection is interesting and widely studied at present. [1] TLR2 is an important molecular receptor that belongs to innate immunity that is important in the pathogenesis process of infections including tuberculosis. [8, 9] The active pulmonary tuberculosis expression and relationship with Arg753Gln and Arg677Trp polymorphisms are reported in the literature. [10] Soeroto et al. found that "Arg753Gln polymorphism of TLR2 gene is a risk factor for active pulmonary TB while Arg677Trp polymorphism is not. [10] " The clinical interrelationship with active tuberculosis and extrapulmonary tuberculosis of TLR2 Arg753Gln, but not Arg677T, is also reported in another publication by Saleh et al. [11] In our present study, a similar finding can be observed. According to the molecular weight change analysis and further simulation study on the effect on phenotypic change, it can show that the Arg753Gln polymorphism of TLR2 gene results in easier completeness of final phenotype manifestation due to the requirement of less substrate. According to the present study, it can show that Arg753Gln has a relationship with active tuberculosis whereas Arg677Trp polymorphism is not.
conclusIon
According to the molecular structure analysis, Arg753Gln has a relationship with active tuberculosis whereas Arg677Trp polymorphism is not.
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